Single-crystal X-ray study T = 173 K Mean (C-C) = 0.002 Å R factor = 0.040 wR factor = 0.106 Data-to-parameter ratio = 13.9
A second polymorph of the title compound [systematic name: 1-(9H-carbazol-4-yloxy)-3-[2-(2-methoxyphenoxy)ethylamino]propan-2-ol], C 24 H 26 N 2 O 4 , is described. The other polymorph [Chen, Zeng, Yu & Xu (1998) . Jiegou Huaxue (Chin. J. Struct. Chem.), 17, 325-328] also crystallizes in the space group P2 1 /c, but differs in two torsion angles of the chain connecting the aromatic residues. On the other hand, the hydrogen-bond patterns of the two polymorphs are rather similar.
Comment
Carvedilol, C 24 H 26 N 2 O 4 , is a non-selective -adrenergic blocking agent with 1-blocking activity indicated for the treatment of congestive heart failure (CHF). It is the firstblocker labelled in the United States especially for the treatment of heart failure of ischemic or cardiomyopathic origin with significant antioxidant activity (Ruffolo et al., 1990; Feuerstein et al., 1995; Zeng et al., 2003) .
The crystal structure of carvedilol was described in space group P2 1 /c (Chen et al., 1998) . We now report a second polymorph of carvedilol, (I) (Fig. 1) , in the same space group, which differs in two key torsion angles. The bond lengths and angles for (I) can be regarded as normal (Cambridge Structural Database, Version 5.27, November 2005, updated August 2006; Mogul Version 1.1; Allen, 2002) . The structure of (I) shows several significant differences from the already known (Chen et al., 1998) polymorph, (II). Although both structures are monoclinic and crystallize in the same space group, the cell parameters are completely different [for (II), a = 9.094 (1) Å , b = 12.754 (1) Å , c = 18.330 (2) Å and = 97.36 (1) ]. The molecular conformations of (I) and (II) are totally different, but a closer look reveals that only two torsion angles are in fact responsible for this difference (Table 1) . Whereas the conformation about the C2-C3 bond is antiperiplanar in (I), it is synclinal in (II), and the conformation about O8-C81 is anticlinal in (I) but synclinal in (II). A least-squares fit (Fig. 2) of the matching torsion angles (i.e. fitting the chain from C2 to O8; r.m.s. deviation = 0.134 Å ) shows the similarities and differences of (I) and (II).
Nevertheless, the two classical hydrogen bonds in (I) are also present in (II) (Tables 2 and 3 ). The carbazole N atom forms an intermolecular hydrogen bond to the methoxy O atom O87 and the hydroxyl group forms an intermolecular hydrogen bond to the amino N atom. However, whereas it is a 2 1 screw axis that generates the second molecule for the N c -HÁ Á ÁO (c = carbazole) hydrogen bond in (I) and (II), the symmetry operation for generating the second molecule for the O-HÁ Á ÁN hydrogen bond is a c-glide plane in (I), but an inversion centre in (II). The amino H atom has close contacts to the hydroxyl O atom and the ether O atom (Tables 2 and 3) , but the HÁ Á ÁO distances are rather long and the N-HÁ Á ÁO angles are rather small.
Experimental
Carvedilol was obtained as a gift sample from Cadila Pharmaceuticals, Gujarat, India. X-ray quality crystals of (I) were obtained from toluene by slow evaporation (m.p. 385-387 K). Table 1 Selected torsion angles ( ) for (I) and (II).
Crystal data
129.41 (15) À150.7 Table 2 Hydrogen-bond geometry (Å , ). The molecular structure of (I), showing 50% probability displacement ellipsoids (arbitrary spheres for the H atoms).
Figure 2
Least-squares overlap of the main backbones of (I) (full bonds) and (II) (open bonds). Table 3 Hydrogen bond parameters for (II). The geometrical values for the O-HÁ Á ÁN bond were taken from the original publication.
The other values were determined by us with H atoms placed in calculated positions. Symmetry codes: (iii) 1 À x; Ày; Àz; (iv) 1 À x;
The H atoms were found in a difference map. Those bonded to C were relocated in idealized locations (C-H = 0.95-1.00 Å ) and refined as riding with U iso (H) = 1.2U eq (C) or 1.5U eq (methyl C). The positions and U iso values for the H atoms bonded to N and O were freely refined.
Data collection: X-AREA (Stoe & Cie, 2001 ); cell refinement: X-AREA; data reduction: X-AREA; program(s) used to solve structure: SHELXS97 (Sheldrick, 1997); program(s) used to refine structure: SHELXL97 (Sheldrick, 1997); molecular graphics:
PLATON (Spek, 2003) and XP in SHELXTL-Plus (Sheldrick, 1991) ; software used to prepare material for publication: PLATON and SHELXL97.
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